. pUC18 is similar to pUC19, but the MCS region is reversed (6) Mut-H295A-F TCGAGATCTCCCGCCGACGTTCGGA (1.03±0.14)×10 operon. Primer pairs xFw/Rv (Table S3) were used for RT-PCR shown in Figure 3A . Primer pairs orf3/1-edge and Nest-F/R (Table S3) were used for consecutive nested PCR to confirm the operon transcription start and stop sites ( Figure 3B ). Table S5 ). CLUSTAL multiple sequence alignments by MUSCLE (7) (3.8) in EMBL-EBI. The RKHR tetrad and nucleophilic tyrosine amino acid residues common to the tyrosine recombinase superfamily are highlighted in grey, while other conserved residues are highlighted in yellow. Figure 7B .
